(A-I) Double ISH using anti-sense probes for 9 C-LTMRs-enriched genes (in red) and NF200 (in green) followed by immunostaining with rabbit anti TrkA antibody (in green). Note that Table S1 provides all the details related to RNA-Seq experiment, including total numbers of sequenced tags and the numbers of tags that were used for the generation of the Raw-data file. Table S2 provides the number of reads obtained for indicated genes. These genes were part of the top-list genes in the Raw-data file. Table S3 : List of genes enriched in DP subset vs C-LTMRs and DN -filter 10 reads Table S4 : List of genes enriched in C-LTMRs vs DP and DN -filter 10 reads Table S5 : List of genes enriched in DN vs DP and C-LTMRs -filter 10 reads (Tables S3-S5 are 
SUPPLEMENTAL TABLES TITLES AND LEGENDS:

related to Experimental Procedures)
Tables S3-S5 provide the list of genes enriched in one subset vs the two others. Only genes that generated at least 10 reads were considered for the analysis. Differentially expressed (FC > 2) genes were identified using TMM method (p <0.01). FC: fold change, CPM: counts per million, FDR: false discovery rate. Table S6 : List of genes enriched in DP subset vs C-LTMRs and DN -filter 1000 reads Table S7 : List of genes enriched in C-LTMRs vs DP and DN -filter 1000 reads Table S8 : List of genes enriched in DN vs DP and C-LTMRs -filter 1000 reads (Tables S3-S5 Tables S6-S8 provide the list of genes enriched in one subset vs the two others. Only genes that generated above 1000 reads were considered for the analysis. Differentially expressed (FC > 2) genes were identified using TMM method (p <0.01). FC: fold change, CPM: counts per million, FDR: false discovery rate. Tables S9-S10 respectively provide the DP-and C-LTMRs-enriched clusters of genes associated with a specific molecular function G.O term in Gorilla database.
Tables S11-S12: List of primers used for PCR and probe design for in situ hybrydization
(related to Experimental Procedures)
Tables S11-S12 provide the complete list of primers used for PCR and ISH probe-design.
SUPPLEMENTAL EXPERIMENTAL PROCEDURES DRG dissociation for FACS sorting
Cervical to lumbar pairs of DRGs were dissected from six GINIP m-Cherry adult male mice in ice-cold HBSS-glu (HBSS (Gibco), 0,1M D-glucose (Sigma), 50mM HEPES (Gibco), ph7,4).
DRGs from one C57BL/6 mouse were also harvested for negative control. DRGs were digested in Neurobasal complete (NBc: Neurobasal (Gibco), 1% (v/v) B27 (Gibco), 10%
(v/v) Horse Serum (Invitrogen), 1000U/ml penicillin (Invitrogen), 1000µg/ml streptomycin (Invitrogen) ) supplemented with 2mg/ml collagenaseII (Gibco) and 5mg/ml dispase (Gibco) and incubated for 20 minutes at 37°C with shaking at 200rpm, then centrifuged for 5 min at 900g. The digestion step was repeated once, including the centrifugation step. DRGs were triturated in L15 complete medium (L15 (SAFC Biosciences), 5% (v/v) FCS (Gibco), 1000U/ml penicillin (Invitrogen), 1000µg/ml streptomycin (Invitrogen)) and the resulting cell 
RNA extraction and quality control
RNA from sorted samples was extracted by using RNeasy Micro Kit (Quiagen), according to manufacturer's instructions. For quality control, RNAs were loaded on a RNA PicoChip (Agilent) and processed with 2100 Bioanalyzer system (Agilent technology). proportions, denatured with NaOH and diluted to 8pM in hybridization buffer. 100 cycles of sequencing (cluster formation, primer hybridization and pair end-read) were performed on cBot and HiSeq2000 (Illumina, San Diego, CA).
RT-PCR
RNA-Sequencing
In situ hybridization and immunostaining
In situ hybridization and immunostaining were performed following standard protocols (Moqrich et al., 2004) . To obtain adult tissues, mice were deeply anesthetized with a mix of ketamine/xylazine and then transcardially perfused with an ice-cold solution of paraformaldehyde 4% in PBS (PFA). After dissection, DRGs were post-fixed for 24 h in PFA at 4°C and transferred into a 30% (w/v) sucrose solution for cryoprotection before being frozen and stored at -80°C. 12µm cryosections were obtained using a standard cryostat (Leica). Dioxigenin-labeled RNA probes and Fluorescein-labeled NF200 probe were synthesized using gene-specific PCR primers and cDNA templates from adult mouse DRG.
Primers are listed in Table S12 . Probes were hybridized overnight at 55°C, and the slides incubated with the horseradish peroxidase anti-digoxigenin antibody (Roche). LTMRs. L4 DRGs from three C57BL/6 mice were used for this analysis.
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